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CCTGTGGGAGAGAGCGCCGGGATCCGGACGGGGTAGCAACCGGGGCAGGCCGTGCCGGCTGA 62 
GGAGGTCCTGAGGCTACAGAGCTGCCGCGGCTGGCACACGAGCGCCTCGGCACTAACCGA 122 
GTGTTCGCGGGGGCTGTGAGGGGAGGGCCCCGGGCGCCATTGCTGGCGGTGGGAGCGCCG 182 
CCCGGTCTCAGCCCGCCCTCGGCTGCTCTCCTCCTCCGGCTGGGAGGGGCCGTATCTCGG 242 
GGCCGTCGCCAGCCCCGGCCCGGGCTCGATAATCAAGGGCCTCGGCCGTCGTCCCGCACC 302 
TCATTCCATCGCCCTTGCCGGGCAGCCCGGGCAGAGACC ATG TTT GAC AAG ACG 356 

Met Phe Asp Lys Thr 
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CGG CTG CCG TAC GTG GCC CTC GAT GTG CTC TGC GTG TTG CTG GCT 4 01 

Ara Leu Pro Tyr Val Ala Leu Asp Val Leu Cys Val Leu Leu Ala 
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TCC ATG CCT ATG GCT GTT CTA AAA TTG GGC CAA ATA TAT CCA TTT 4 46 

Ser Met Pro Met Ala Val Leu Lys Leu Gly Gin He Tyr Pro Phe 
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CAG AGA GGC TTT TTC TGT AAA GAC AAC AGC ATC AAC TAT CCG TAC 4 91 

Gin Arg Gly Phe Phe Cys Lys Asp Asn Ser He Asn Tyr Pro Tyr 
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CAT GAC AGT ACC GCC GCA TCC ACT GTC CTC ATC CTA GTG GGG GTT 536 
His Asp Ser Thr Ala Ala Ser Thr Val Leu He Leu Val Gly Val 
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GGC TTG CCC GTT TCC TCT ATT ATT CTT GGA GAA ACC CTG. TCT GTT 581 
Glv Leu Pro Val Ser Ser He He Leu Gly Glu Thr Leu Ser Val 
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TAC TGT AAC CTT TTG CAC TCA AAT TCC TTT ATC AGT AAT AAC TAC 62 6 

Tvr Cys Asn- Leu Leu His Ser Asn Ser Phe He Ser Asn Asn Tyr 
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ATA GCC ACT ATT TAC AAA GCC ATT GGA ACC TTT TTA TTT GGT GCA 671 
He Ala Thr He Tyr Lys Ala He Gly Thr Phe Leu Phe Gly Ala 

100 105 HO 

GCT GCT AGT CAG TCC CTG ACT GAC ATT GCC AAG TAT TCA ATA GGC 716 
Ala Ala Ser Gin Ser Leu Thr Asp He Ala Lys Tyr Ser He Gly 
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AGA CTC CGG CCT CAC TTC TTG GAT GTT TGT GAT CCA GAT TGG TCA 7 61 

Arq Leu Arg Pro His Phe Leu Asp Val Cys Asp Pro Asp Trp Ser 
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AAA ATC AAC TGC AGC GAT GGT TAC ATT GAA TAC TAC ATA TGT CGA 806 
Lvs He Asn Cys Ser Asp Gly Tyr He Glu Tyr Tyr He Cys Arg 
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GGG AAT GCA GAA AGA GTT AAG GAA GGC AGG TTG TCC TTC TAT TCA 8 51 

Glv Asn Ala Glu Arg Val Lys Glu Gly Arg Leu Ser Phe Tyr Ser 
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Glv His Ser Ser Phe Ser Met Tyr Cys Met Leu Phe Val Ala Leu 
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TAT CTT CAA GCC AGG ATG AAG GGA GAC TGG GCA AGA CTC TTA CGC 941 
Tvr Leu Gin Ala Arg Met Lys Gly Asp Trp Ala Arg Leu Leu Arg 
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CCC ACA CTG CAA TTT GGT CTT GTT GCC GTA TCC ATT TAT GTG GGC 98 6 

Pro Thr Leu Gin Phe Gly Leu Val Ala Val Ser He Tyr Val Gly 
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CTT TCT CGA GTT TCT GAT TAT AAA CAC CAC TGG AGC GAT GTG TTG 1031 
Leu Ser Arg Val Ser Asp Tyr Lys His His Trp Ser Asp Val Leu 
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ATG^TGCTTATGTATAAACATGTATGTAATATGCTTTCTATGAATGATGTTTGATTTA 
AATATAATAC^TATTAAAATGTATGGGAGMCCAAAAAAAAAAAAAAAAAA 
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He Val He Ala He Leu Ala He He Thr Gly Glu Phe Tyr Arg 
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140 135 150 

CGC CTG CGT CCT CAC TTC TTG AGT GTC TGC AAC CCT GAT TTC AGC 7 94 

Arg Leu Arg Pro His Phe Leu Ser Val Cys Asn Pro Asp Phe Ser 

155 160 165 

CAG ATC AAC TGC TCT GAA GGC TAC ATT CAG AAC TAC AGA TGC AGA 83 9 

Gin He Asn Cys Ser Glu Gly Tyr lie Gin Asn Tyr Arg Cys Arg 
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Gly His Ala Ser Phe Ser Met Tyr Thr Met Leu Tyr Leu Val Leu 
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TAC CTG CAG GCC CGC TTC ACT TGG CGA GGA GCC CGC CTG CTC CGG 974 
Tyr Leu Gin Ala Arg Phe Thr Trp Arg Gly Ala Arg Leu Leu Arg 
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CCC CTC CTG CAG TTC ACC TTG ATC ATG ATG GCC TTC TAC ACG GGA 1019 
Pro Leu Leu Gin Phe Thr Leu He Met Met Ala Phe Tyr Thr Gly 
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CTG TCT CGC GTA TCA GAC CAC AAG CAC CAT CCC AGT GAT GTT CTG 1064 
Leu Ser Arg Val Ser Asp His Lys His His Pro Ser Asp Val Leu 
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GCC CCT GCT ATC CGG AAG GAA ATC CTT TCA CCT GTG GAC ATT ATT 1199 
Ala Pro Ala He Arg Lys Glu He Leu Ser Pro Val Asp He He 
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GAC AGG AAC AAT CAC CAC AAC ATG ATG TAG GTGCCACCCACCTCCTGAGC 124 9 
Asp Arg Asn Asn His His Asn Met Met *** 
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TGTTTTTGTAAAATGACTGCTGACAGCAAGTTCTTGCTGCTCTCCAATCTCATCAGACAG 1309 
TAGAATGTAGGGAAAAACTTTTGCCCGACTGATTTTTAAAAAAAAAAAAAAAA 13 62 
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ACC ATG CAG CGG AGG TGG GTC TTC GTG CTG CTC GAG GTG CTG TGC 47 
Met Gin Arg Arg Trp Val Phe Val Leu Leu Asp Val Leu Cys 
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TTA CTG GTC GCC TCC CTG CCC TTC GCT ATC CTG ACG CTG GTG AAC 92 
Leu Leu Val Ala Ser Leu Pro Phe Ala lie Leu Thr Leu Val Asn 
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GCC CCG TAC AAG CGA GGA TTT TAC TGC GGG GAT GAC TCC ATC CGG 137 
Ala Pro Tyr Lys Arg Gly Phe Tyr Cys Gly Asp Asp Ser lie Arg 

30 35 40 

TAC CCC TAC CGT CCA GAT ACC ATC ACC CAC GGG CTC ATG GCT GGG 182 
Tyr Pro Tyr Arg Pro Asp Thr lie Thr His Gly Leu Met Ala Gly 

45 50 55 

GTC ACC ATC ACG GCC ACC GTC ATC CTT GTC TCG GCC GGG GAA GCC 227 
Val Thr He Thr Ala Thr Val lie Leu Val Ser Ala Gly Glu Ala 

60 65 70 

TAC CTG GTG TAC ACA GAC CGG CTC TAT TCT CGC TCG GAC TTC AAC 272 
Tyr Leu Val Tyr Thr Asp Arg Leu Tyr Ser Arg Ser Asp Phe Asn 

75 80 85 

AAC TAC GTG GCT GCT GTA TAC AAG GTG CTG GGG ACC TTC CTG TTT 317 
Asn Tyr Val Ala Ala Val Tyr Lys Val Leu Gly Thr Phe Leu Phe 
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GGG GCT GCC GTG AGC CAG TCT CTG ACA GAC CTG GCC AAG TAC ATG 362 
Gly Ala Ala Val Ser Gin Ser Leu Thr Asp Leu Ala Lys Tyr Met 
105 no 115 

ATT GGG CGT CTG AAG CCC AAC TTC CTA GCC GTC TGC GAC CCC GAC 407 
lie Gly Arg Leu Lys Pro Asn Phe Leu Ala Val Cys Asp Pro Asp 
120 125 130 

TGG AGC CGG GTC AAC TGC TCG GTC TAT GTG CAG CTG GAG AAG GTG 4 52 

Trp Ser Arg Val Asn Cys Ser Val Tyr Val Gin Leu Glu Lys Val 
135 140 145 

TGC AGG GGA AAC CCT GCT GAT GTC ACC GAG GCC AGG TTG TCT TTC 4 97 

Cys Arg Gly Asn Pro Ala Asp Val Thr Glu Ala Arg Leu Ser Phe 
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TAC TCG GGA CAC TCT TCC TTT GGG ATG TAC TGC ATG GTG TTC TTG 542 
Tyr Ser Gly His Ser Ser Phe Gly Met Tyr Cys Met Val Phe Leu 
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GCG CTG TAT GTG CAG GCA CGA CTC TGT TGG AAG TGG GCA CGG CTG 587 
Ala Leu Tyr Val Gin Ala Arg Leu Cys Trp Lys Trp Ala Arg Leu 
180 185 190 

CTG CGA CCC ACA GTC CAG TTC TTC CTG GTG GCC TTT GCC CTC TAC 632 
Leu Arg Pro Thr Val Gin Phe Phe Leu Val Ala Phe Ala Leu Tyr 
195 200 205 

GTG GGC TAC ACC CGC GTG TCT GAT TAC AAA CAC CAC TGG AGC GAT 677 
Val Gly Tyr Thr Arg Val Ser Asp Tyr Lys His His Trp Ser Asp 
210 215 220 

GTC CTT GTT GGC CTC CTG CAG GGG GCA CTG GTG GCT GCC CTC ACT 722 
Val Leu Val Gly Leu Leu Gin Gly Ala Leu Val Ala Ala Leu Thr 
225 230 235 

GTC TGC TAC ATC TCA GAC TTC TTC AAA GCC CGA CCC CCA CAG CAC 7 67 

Val Cys Tyr He Ser Asp Phe Phe Lys Ala Arg Pro Pro Gin His 
240 245 250 

TGT CTG AAG GAG GAG GAG CTG GAA CGG AAG CCC AGC CTG TCA CTG 812 
Cys Leu Lys Glu Glu Glu Leu Glu Arg Lys Pro Ser Leu Ser Leu 
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ACG TTG ACC CTG GGG CGA GGC TGA CCACAACCACTTATGGGATACCCGCACT 8 64 
Thr Leu Thr Leu Gly Arg Gly *** 
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CTTCTTCCTGAGGCCGGACCCCGCCCAGGCAGGGAGCTGCTGTGAGTCCAGCTGATGCCC 924 
ACCCAGGTGGTCCCTCCAGCCTGGTTAGGCACTGAGGGTTCTGGACGGGCTCCAGGAACC 984 
CTGGGCTGATGGGAGCAGTGAGCGGTTCCGCTGCCCCCTGCCCTGCACTGGACCAGGAGT 104 4 
CTGGAGATGCCTGGGTAGCCCTCAGCATTTGGAGGGGAACCTGTTCCCGTCGGTCCCCAA 1104 
ATATCCCCTTCTTTTTATGGGGTTAAGGAAGGGACCGAGAGATCAGATAGTTGCTGTTTT 1164 
GTAAAATGTAATGTATATGTGGTTTTTAGTAAAATAGGGCACCTGTTTCACAAAAAAAAA 122 4 
AAAAAAAAAA 1234 
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